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Amendments to the Claims 

Please amend the claims by replacing all prior listings of 
claims with the listing of claims below pursuant to 3 7 C.F.R. 
§1. 121: 

Lis ting of Claims; 

1-116. (Cancelled) 

117. (Currently amended) A method of increasing altering fibre 

initiation and/or elongation in a fibre producing plant 
comprising genetically manipulating the plant such that 
the production of a polypeptide comprising consecutive 
amino acids whose sequence is at — least — 9-&% — identical to 
the amino acid sequence encoded by the nucleotide 
sequence set forth in SEQ ID NO: 3 8 is increased when 
compared to a wild- type fiber producing plant , wherein 

tdke po l yp ept id e are p roduc e d i*% the wi Id typ e fib e r 

^3geefete 4 - ag p 3*3m&— a^t—e^-a-r^Han^-ada t he s i s . 

118 . (Withdrawn— currently amended) A method of reducing 
alt e ring — f ibr e initiation and/or elongation in a fibre 
producing plant comprising genetically manipulating the 
plant such that the production of a polypeptide 
comprising consecutive amino acids whose sequence is a-fe- 

least 9- &%- identical to the amino acid sequence encoded by 

the nucleotide sequence set forth in SEQ ID NO: 3 8 is 
reduced when compared to a wild- type fiber producing 

plant > wherein ■ ■ the — polypeptide i s — produced — in — the — w ild 

type fiber producing plant at or around anthesis . 



119. (Previously presented) The method of claim 117 or 118/ 
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wherein the polypeptide comprises consecutive amino acids 
whose sequence is set forth in SEQ ID NO: 12 . 

120. (Currently amended) The method of claim 117, wherein the 
genetic manipulation comprises exposing the plant to a 
vector which comprises a nucleotide sequence encoding a 
polypeptide comprising consecutive amino acids whose 
sequence is a-fe — le a st — 9-5-% identical to the amino acid 
sequence encoded by the nucleotide sequence set forth in 
SEQ ID NO: 38 . 

121 . (Withdrawn) The method of claim 118 , wherein the genetic 
manipulation comprises exposing the plant to an antisense 
polynucleotide or a catalytic polynucleotide which 
hybridizes to an mRNA molecule encoding the polypeptide, 
and/or exposing the plant to a dsRNA molecule that 
specifically down- regulates levels of an mRNA molecule 
encoding the polypeptide, such that the level of the 
polypeptide produced by the plant is reduced . 

122. (Withdrawn— currently amended) The method of claim 121, 
wherein the genetic manipulation is exposing the plant to 
the dsRNA molecule and the dsRNA molecule is double- 
stranded over at least 19 basepairs whose sequence 
corresponds to a consecutive sequence set forth in SEQ ID 
NO: 38, or to a consecutive sequence which is a-fe — leas t 

identical to the sequence set forth in SEQ ID NO: 38. 



123. (Previously presented) The method of claim 117 or 118, 
wherein the plant is a species of the Genus Gossypi urn . 
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124. (Withdrawn— currently amended) A process of assessing the 
potential of a fibre producing plant to produce fibre, 
the process comprising analyzing whether the plant has 
#e^ ? ~™a~~^v i $e^ie™« 39 ^^ polynucleotide compri sing a 

whose sequence -to afe l eas t- — identical to the 

nucleotide sequence set forth in SEQ ID NO: 38, wh erein 

the»-»™^e^rynuei^e^arde- — 3rs — p-redueed in — a wild -t y pe — f ib re 

p^ed%ie4^ ig— p to n-te at er- around — ant-hcoia , and/or analyzing 

whether the plant f or a— genetic variation — i** is capable 
of exp ressing a polypeptide comprising an amin o acid 
sequence which is at — least — — identical to the amino 
acid sequence encoded by the nucleotide sequence set 
forth in SEQ ID NO: 38. 

125 . (Withdrawn) The method of claim 124 , wherein the 
polypeptide comprises consecutive amino acids whose 
sequence is set forth in SEQ ID NO: 12 . 

126 . (Withdrawn— currently amended) A substantially purified 
and/or recombinant polypeptide selected from the group 
consisting of-s» 

4r) — a polypeptide comprising consecutive amino acids 
whose sequence is set forth in SEQ ID NO: 12-? — a»d 

irir> — a polypcptid e~eemp^i . o in g- cons e cutive amino acids 

w h ose- se qu enee — ie — at least 95% identical — fee — fehe 

amino acids sequence set forth in SEQ ID MO ; — 3t3-. 



127. (Currently amended) An isolated and/or exogenous 
polynucleotide comprising a polynucleotide selected from 
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the group consisting oft 

i ) a polynucleotide comprising consecutive 
nucleotides whose nucleotide sequence is set forth 
in SEQ ID NO: 38; and 

ii) a polynucleotide comprising eefteeeat ivc 

B&Hrfree-t^rd^a-^^ i - o a t l ea st- 9$ % i dent real 

tee — fcfee — m*e-3reefe4rde aequenee set forth in GBQ ID MO: 

iii) — a polynucleotide which encodes a polypeptide 
comprising consecutive amino acids whose sequence is 
at l east — 954? — identical to the amino acid sequence 
encoded by the nucleotide sequence set forth in SEQ 
ID NO: 3 8-t—and 

— a ■■ polyn ucle o ti de -wfo i -eh hy bridises to any one o f 
4r) — to iii) , — under high stringency con ditions, 

128. (Withdrawn— currently amended) A polynucleotide which is: 

i) a catalytic polynucleotide capable of cleaving a 

polynucleotide whose sequence is art least 9-5^ 

identical to the nucleotide sequence set forth in 
SEQ ID NO: 38, or 

ii) a dsRNA molecule comprising a polynucleotide 
which is double -stranded over at least 19 basepairs 
whose sequence corresponds to a consecutive sequence 
set forth in SEQ ID NO : 38, or to a consecutive 
sequence which is a* — least — £5% identical to the 
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sequence set forth in SEQ ID NO: 38. 

129 . (Previously presented) A vector comprising or encoding 
the polynucleotide of claim 127. 

130. (Withdrawn) A vector comprising or encoding the 
polynucleotide of claim 128. 

131. (Currently amended) A — hos t plant or bacterial cell 
comprising the vector of claim 129. 

132 . (Withdrawn) A host cell comprising the vector of claim 
130. 

133 . (Previously presented) A transgenic plant, the plant 
having been transformed with the polynucleotide of claim 
127. 

134 . (Withdrawn) A transgenic plant, the plant having been 
transformed with the polynucleotide of claim 128 . 

135 . (Currently amended) The transgenic plant of claim 133 , 
which when compared to an isogenic non- transgenic plant, 
produces a modified level of a polypeptide comprising 
consecutive amino acids whose sequence is at — least — 95-% 
identical to the amino acid sequence encoded by the 
nucleotide sequence set forth in SEQ ID NO: 38. 



136 . 



(Previously presented) The transgenic plant of claim 135, 
wherein the polypeptide comprises consecutive amino acids 
whose amino acid sequence is set forth in SEQ ID NO: 12. 
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137. (Currently amended) [[The]] A transgenic seed of the 
plant of claim 133 . 

138 . ( Withdrawn-current ly amended) [ [The] ] A transgenic seed 
of the plant of claim 134 . 

139 . (Previously presented) A process for producing fibre 
comprising obtaining the transgenic plant of claim 133 so 
as to thereby produce the fibre . 

140 . ( Withdrawn-current ly amended) A process of breeding a 
fibre producing plant having a polypeptide comprising 
consecutive amino acids whose sequence is a-e — loaot — 9-5-% 
identical to the amino acid sequence encoded by the 
nucleotide sequence set forth in SEQ ID NO: 38 , the 
process comprising analyzing the plant for a genetic 
variation in a polynucleotide whose sequence is a-e — least 
9-5-% identical to the nucleotide sequence set forth in SEQ 
ID NO: 38, and/or analyzing the plant for a genetic 

variation in a polypeptide which is a-fe- — lea st 9-5-% 

identical to the amino acid sequence encoded by the 
nucleotide sequence set forth in SEQ ID NO: 38, and 
breeding the fibre producing plant. 

141. (Withdrawn— currently amended) A process of selecting from 
a breeding population a fibre producing plant with 
altered fibre initiation and/or elongation potential, the 
method comprising: 

i) crossing two plants which have differing 
potential to produce fibre so as to produce 
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progeny plants, 

ii) performing on the progeny plants a process 
comprising analyzing the plant for a genetic 
variation in a polynucleotide whose sequence is 

a-fe lcaot identical to the nucleotide 

sequence set forth in SEQ ID NO: 38, and/or 
analyzing the plant for a genetic variation in 
a polypeptide whose amino acid sequence which 
is a~fe — l ea s t — 9-5-% identical to the amino acid 
sequence encoded by the nucleotide sequence set 
forth in SEQ ID NO: 38, and 

iii) selecting a progeny plant with altered fibre 
initiation and/or elongation potential when 
compared to a parent plant - 

142 . (Withdrawn— currently amended) A process for identifying 
an agent which reduces al te ra — fibre initiation and/or 
elongation of a fibre producing plant , the method 
comprising : 

i) exposing a polynucleotide comprising consecutive 

nucleotides whose sequence is at least 9-&% 

identical to the nucleotide sequence set forth in 
SEQ ID NO: 3 8 to a candidate agent, and 

ii) assessing the ability of the candidate agent to 
hybridize and/ or— cleave the polynucleotide . 



